
 
 
 
 

 
 
Figure S2. Distribution of complexes according to the quality of the basic TM, accounting 
for mismatch between residue numbering in PDB and UniProt sequences. The TM 
performance is according to PTM (Eq. 1). The distribution is normalized to the total number of 
complexes for which residues were identified (column 3 in Table 3). 
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